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/ SECL-Ei:CE IISTING g O 



'A; N/J^IE : V;Dlf^Gec2;g Forssman:: 
(3) S':rREET: Fe :.dc'r - Lynen - S t r as se 31 
;C) CITY: Hann::ver 
;e) C(jUNTRY: Gern:an\' 
(F) PC'STAL CODE: 3 0 625 
(ii) TITEL OF THE irA'EMTION: Cadherin derived grcv/th factor and 
Its use 

(111) NUMBER OF SEQUEN'CES : 14 
(iv) COMPUTER REATiABLE FORM: 

(A) MEDIUM TYPE: Floppy disk 

(B) CC'MPUTER: IBM PC compatible 

(C) OPERATING SYSTEM: PC - DOS /MS - DOS 

■:D) SOFTWARE: PatentIn Release #1.0, Version #1.30 (EPA) 

(2) INFORMATION FOR SEQ ID NO: 1: 
(i) SEQUENCE CHAPJ\CTERI STI CS : 

<A) LENGTH: 123 Amino acids 

(B) TYPE: Amino acid 

(C) STRANDEDNESS : unknown 

( D ) TO POLOG Y : unknown 
(ii) MC>LEKULE TYPE: Peptide 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1: 

Cys His Pro Gly Phe Asp Ala Glu Ser Tyr Thr Phe Thr Val Fro Arg 
15 10 15 

Arg His Leu Glu Arg Gly Arg Val Leu Gly Arg Val Asn Phe Cys Thr 

20 25 30 

Gly Arg Gin Arg Thr Ala T\'r Phe Ser Leu Asp Thr Arg Phe L\'s Val 

35 40 45 

Gl\- Thr Asp Gly Val lie Thr Val Lys Arg Pro Leu Arg Phe His Asn 

5 0 5 5 6 0 

Pro Gin lie His Flie Leu Val Tyr Ala Trp Asp Ser Thr T\'r Arg Lys 




His Gin Ala Ter Val Ser Gly lie Gin A]. a Glu Leu leu T::r ?he ?rc 
IOC ICB 111 

l^su Se:^ Ser Pi-c Gly Leu Arg Auu Glu ly^ ^^"9 
lis 1 1 

informatics: fir SEQ id NO: 2: 
(i) SEQUSrME CHALACTERISTICS : 

(A,^ LEX1;TH: 132 Aniino acids 
(E) 1 Yr'F : Amino acid 

( C) STFAHDEDKESS : unknown 

( D ) to: C LOGY : unknown 
(11) MC'LEKULE TYPE: Peptide 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2: 



Glu Ala Ser Gly Glu lie Ala Leu Cys Lys Thr Gly Phe Pro Glu Asp 

15 10 15 

Val Tyr Ser Ala Val Leu Ser Lys Asp Val His Glu Gly Gin Pro Leu 

20 25 30 

Leu Asn Vi\l Phe Ser Asn Cys Asn Gly Lys Arg Lys Val Gin Tyr Glu 

35 40 45 

Ser Ser Glu Pro Ala Asp Phe Lys Val Asp Glu Asp Gly Met Val Tyr 

50 55 60 

Ala Val Arg Ser Phe Pro Leu Ser Ser Glu His Ala Lys Phe Leu lie 
65 70 75 80 

Tyr Ala Gin Asp Lys Glu Thr Gin Glu Lys Trp Gin Lys Leu Ser Leu 

85 90 95 

Lys Pro Thr Leu Thr Glu Glu Ser Val Lys Glu Ser Ala Glu Val Glu 

10 0 10 5 110 

Glu lie Val Phe Pro Arg Gin Phe Ser Lys His Ser Gly His Leu Gin 

115 120 125 

Arg Gin Lys Arg 
13 0 



(2) INFORMATION FOR SEQ ID N-l : 3: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 7 8 Ammo acids 
{ E' ) TYPE: Ammo acid 
[ C ) STFANl'EDNESS : unknown 
; no TOP'jLC'GY : unknown 
m^ MOLEKULE TYPE: Peptide 



JENCS bliSCRIPTIO:J : SEQ I] 



- 1 



Ala Glu Gin Glu Pro Gly Gin Ala Leu Gly Lys Va 1 Phe Ket Gly Gl:: 

20 21 30 

Glu Pro Ala Leu Phe Ser Thr Asp Asn Asp /Asp Phe Th.r Val Arg Asu 

3 5 4 (3 4 5 

Gly Glu Thr Val Gin Glu Arg Arg Ser Leu Lys Glu Arg Asn Pro Leu 

5 0 5 5 6 0 

Lys lie Phe Pre Ser Lys Arg lie Leu Arg Arg His Lys Arg 

(5 5 7 0 7 5 

(2) INFORMATION FOR SEQ ID NO: 4: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 144 Amino acids 

(B) TYPE: Amino acid 

(C) STRANDEDNESS : unknown 

( D ) TOPOLOGY : unknown 
(izL) MOLEKULE TYPE: Peptide 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4: 

His Asn Glu Asp Leu Thr Thr Arg Glu Thr Cys Lys Ala Gly Phe Ser 

15 10 15 

Glu Asp Asp Tyr Thr Ala Leu lie Ser Gin Asn lie Leu Glu Gly Glu 

20 25 30 

Lys Leu Leu Gin Val Lys Ser Ser Cys Val Gly Thr Lys Gly Thr Gin 

35 40 45 

Tyr Glu Thr Asn Ser Met Asp Phe Lys Gly Ala Asp Gly Thr Val Phe 

50 55 60 

Ala Thr Arg Glu Leu Gin Val Pro Ser Glu Gin Val Ala Phe Thr Val 
6 5 7 0 7 5 8 0 

Thr Ala Trp Asp Ser Gin Thr Ala Glu Lys Trp Asp^ Ala Val Leu Val 

8 5 9 0 9 5 

Ala Gin Thr Ser Ser Pro His Ser Gl;^' His L\'s Pro Gin Lys Gl\' Lys 

IOC 105 110 

L\'s Val Val Ala Leu Asp Pro Ser Pre Pro Pre Lys Asp Thr Leu Leu 

115 12C 125 

Pro Trp Pro Gin His Gin Asn Ala Asn Gly Leu Arg Arg Arg L\'s Arg 
130 135 140 



::;K0RMATICN for SEQ id no : 5: 
1 ■ SEQUENCE CHARACTERISTICS: 

; C ■ STRATIDEONESS : unknov;n 
TOpilL'IGY : unRn D^vii 
11 ; MSLEKUEE TYPE: Peptide 
X 1 ,■' S E C'EEE K C E E' E S C P. I PT I C'll : SEQ II 



Ala Gl\- Ala Asn Pro Ala Gin Arg Asp Thr Kis Ser Leu Leu Pro Thr 
15 10 15 

His Arc A::^ Gin Lys Arg 
2 0 



(2) INFORMATION FOR SEQ ID NO: 6: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3 5 Ammo acids 
(&) TYPE: Amino acid 

[C) 3TRANDEDNHSS : unknown 

(D) TOPOLOGY: unknown 
(ii) MOLEKULE TYPE: Peptide 

(xi) SEQ'UENCE DESCRIPTION: SEQ ID NO: 6: 



Thr Leu Ser Thr Pro Leu Ser Lys 
1 5 

Lys Arg Ala Leu Glu Leu Ser Gly 
2 0 

Ser Lys Arg 
35 



Arg Thr Ser Gly Phe Pro Ala Lys 

10 15 

Asn Ser Lys Asn Glu Leu Asn Arg 
25 30 



(2) INFORMATIC'i: FOR SEQ ID NC' : 7: 
(i) SE:'UEN'CE CHAR.^\CTERI STICS : 

(A) LENGTH: 1.3 Ammo acids 
■;3) TYPE: Am.mo acid 
(■::) STPJUNDEDNESS : unknown 
[ D ' T'JPOLOGY : unknC'Wn 
vii) MOLEKULE TYPE: Peptide 

;xi) SEQUErJCE DESCRIFTIC'N : SEQ ID NO: 7: 



\ 



L\^s Arg Ala Leu Glu Leu Ser Gl;/ Asn Ser Lys Asn Glu Leu Asn Arg 

: 2 5 3 C 



) NO' : e : 
tl) SEQU2NCL CHAR^^CTERISTICS : 

(A) LSl.-GLH ; 54 Amino acids 
(L) TYCL: Air.mc acid 
( G) STPA::: EDNESS : unknov;n 
(Ij) Tc'EOLCGY: unknown 
(ii) MOLE?:ULE TYPE: Peptide 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 8: 

Met Leu Leu Asp Leu Trp Thr Pro Leu lie lie Leu Trp lie Thr Leu 

15 10 15 

Pro Pro Cys lie Tyr Met Ala Pro Met Asn Gin Ser Gin Val Leu Met 

2 0 2 5 3 0 

Ser Gly Ser Pro Leu Glu Leu Asn Ser Leu Gly Glu Glu Gin Arg lie 

3 5 4 0 4 5 

Leu Asn Arg Ser Lys Arg 
50 

(2) INFORMATION FOR SEQ ID NO: 9: 
(i) SEQUENCE CHAFJ\CTERISTICS : 

(A) LENGTH: 3 1 Amino acids 

(B) TYPE: Amino acid 

(C) STRANDEDNESS : unknown 
{ D ) TOPOLOGY' : unknown 

(ii) MOLEKULE TYPE: Peptide 

(xi) SEQUEN'CE DESCRIPTION: SEQ ID NO: 9: 

Phe Ala Pro Glu Arg Arg Gly His Leu Arg Pro Ser Phe His Gly His 
15 10 15 

His Glu Lys Gl\- L\'s Glu Gly Gin Val Leu Gin Arg Ser Lys Arg 
2 ij 2 5 3 0 

\2'' INFORMATIC-r: FC'R SEQ ID NC' : iJ: 
(l) SEQUEr:CE CHARACTERISTICS: 

(A^ LENCTH : 26 Ammo acids 



i D ) TOF'I'LC'GY ; unknov/n 
U ^ ; LEr:ULE TYPE : Pept ide 

SEQUENCE EE3CRIFTIOX: SEC IE XC : IC: 

Glu Arc.: Arg 3ly His Leu Arg Pre Ser Fhe His Gly His His Glu Lys 

15 10 15 

Gl\^ L\'s Glu Gly Gin Val Eeu Gin Arg Ser 
2 0 2 5 

(2) INE0RMAT10:J for SEQ id NO: 11: 
(i) SEQUENCE CHARACTERISTICS: 

■A) LENGTH: 31 Ammo acids 
B) TYPH: Amino acid 
. C ) STRANDEDNESS : unknown 
D } TOPOLOGY : unknown 
(ii) MC'LE?:ULE TYPE: Peptide 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 11: 

Gin Pre Gin Pro Gin Gin Thr Leu Ala Thr Glu Pro Arg Glu Asn Val 
15 10 15 

lie His Leu Pro Gly Gin A.rg Ser His Phe Gin Arg Val Lys Arg 
2 0 2 5 3 0 

(2) INFORMA.TIOn FOR SEQ ID NO: 12: 
(i) SEQUENCE CHAPJ\CTERISTICS : 

(A) LENGTH: 2 9 Amino acids 

(B) TYPE: Amino acid 

(C) STRANDEDNESS : unknown 
(!') TOPC'LOGY : unknown 

(ii) MC'LEKULE TYPE: Peptide 

(xil SEQUErJCE DESCRIPTION: SEQ ID NO: 12: 

Gin Pre Gin Pro Gin Gin Thr Leu Ala Thr Glu Pro Arg Glu Asn Val 
1 5 10 15 

lie His Le-u PrC' Gly Gin Arg Ser His Phe Gin Arg Val 
2 C 2 5 



N ECR SEQ ID NC 



1 SEQ;TEN(2E CHARACTERISTICS 
' ' LE^JG""^'' ■ "2"^ Amino 3.: 
■E' TYPE: Amine acid 



v3) TCPOLGGY : unknown 
ill; r''C:'LE?^ULiE T^'PH : Fei.'" i de 

'■ >: 1 ' S H Q U E N C E D S C ^ I ' - ^ ^ !'~) ^ J • ^ " . ^ " ' 0 • ^ . 

Glu Asc Leu Asp Tys Thr Pro Gly ?ne Gin Gin Lys Val Phe His He 

1 5 10 15 

Asn Gin Pro Ala C-lu Phe He Glu Asp Gin Ser He Leu Asn Leu ^-^r 

2 ^' 2 5 3 3 

Phe Ser Asp Gys L\^s Gly Asn Asp Lys Leu Arg Tyr Glu Val Ser Ser 

3 5 4 0 4 5 

Pro Tyr Phe Lys Val Asn Ser Asp Gly Gly Leu Val Ala Leu Arg Asn 

50 55 60 

He Thr Ala Val Gly Lys Thr Leu Phe Val His Ala Arg Thr Pro Kis 
^5 70 75 80 

Ala Glu Phe Asp Met Ala Glu Leu Val He Val Gly Gly Lys Asp He 

65 90 95 

Ser Leu Gin Asp He Phe Lys Phe Ala Arg Thr Ser Pro Val Pro Arg 

100 105 110 

Gin Lys Arg Pro Ser Val Leu Leu Leu Ser Leu Phe Ser Leu Ala Cys 
11^ 120 125 

Leu 

(2) INFORMATION FOR SEQ ID NO: 14: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3 9 Amino acids 

(B) TYPE: Amino acid 

(C) STRANDEDITESS : unknovm 
( D ) TOPOLOGY : unknown 

(ii) MOLEKULE TYPE: Peptide 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 14: 

Val Pro Gly Trp Arg Arg Pro Thr Thr Leu Tyr Pro Trp Arg Arg Ala 

15 10 15 

Pro Ala Leu Ser Arg Val Ar^ Arg Ala Trp Val He Pro Pro He Ser 

20 25 30 

Val Ser Glu Asn His Lys Arg 



